The microalgal division Haptophyta uses a range of nutritional sourcing, including mixotrophy. The genome of a member of this taxon, Chrysochromulina tobin, suggests that interactions with its bacterial cohort are critical for C. tobin physiology. Here, we report the genomes of eight bacterial species in coculture with C. tobin.
H
aptophytes encompass a large assemblage of microalgae that are abundant in both marine waters and freshwater environments, where they play an important role in global carbon sequestration (1, 2) . The ecosystem dominance of these planktonic eukaryotes may be augmented by their mixotrophic ability to supplement photosynthesis with the acquisition of dissolved organic molecules, inorganic molecules, and particulate matter (including whole cells) from their surrounding medium (3) .
Several haptophyte species have been observed to actively hunt bacteria using a specialized flagella-like appendage unique to haptophytes called the haptonema, suggesting that interaction of haptophytes with their eco-cohorts plays an important role in their physiology. This conclusion is further supported by recent sequencing of the genome of the haptophyte Chrysochromulina tobin. A notable observation is the putative dependence of C. tobin on its eco-cohorts for exogenous B 12 acquisition, given that the alga only encodes a B 12 -dependent methionine synthase (4). To gain further insight into the metabolic interplay between C. tobin and its bacterial cohort, we carried out whole-genome sequencing of eight bacterial species of the nine identified bacteria present in coculture with this alga (Table 1) .
Bacteria were isolated from a laboratory-maintained C. tobin P3 culture, grown in proprietary RAC5 medium (4). The bacteria were isolated using RAC5 medium supplemented with 0.2% yeast extract, 0.5% casamino acids, and 0.1% glycerol. For whole-genome sequencing, genomic DNA from each isolate was extracted using the Qiagen Puregene yeast/bacteria kit B. A Pacific Biosciences 
Accession number(s).
The assembled and annotated genome sequences were deposited in GenBank under the accession numbers listed in Table 1 .
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